ABSTRACT Little information on poly(L-lactic acid) (PLLA) treatment-associated microbiota in thermophilic anaerobic digestion reactors is available. Here, we provide 16S rRNA gene sequence data on microbiota in a thermophilic anaerobic digestion reactor converting PLLA to methane for 336 days. Data comprising 99,566 total highquality reads were tabulated at the taxonomic class level.
and indices used to assess diversity, calculated using QIIME v1.9.1 (9) , are summarized in Table 1 .
High-quality reads of 3,443 to 18,924 bp were obtained from each sample, and relative abundance at the class level was summarized based on 99,566 total highquality reads from 12 samples. The main prokaryote classes included Methanobacteria, Methanomicrobia, Aminicenantia, Caldatribacteriia, Bacteroidia, Cloacimonadia, Coprothermobacteria, Clostridia, Negativicutes, Thermodesulfovibrionia, Gammaproteobacteria, Synergistia, and Thermotogae. Microorganisms converged into the classes Thermodesulfovibrionia (15.7 to 85.6%), Methanomicrobia (0.5 to 24.6%), and Methanobacteria (0.3 to 66.2%) after 97 days of operation ( Fig. 1) . These data will help identify microbial communities associated with methane production from PLLA in thermophilic anaerobic digestion reactors.
Data availability. The 16S rRNA gene amplicon data set has been deposited in the DDBJ Sequence Read Archive (SRA) under the accession number DRP005116 and the SRA run accession numbers DRR180057 to DRR180068. 
